A B Figure S2. Q-Q and Manhattan plots for GWAS results for furrows in the discovery sample, N=2121
Areas of suggestive association (1.0e-5) shown in green: 2q37.3 (rs3739070, p=6.2e-08), 2q14.3 (rs17009210, p=6.0e-06), 2p24.3 (rs7568997, p=8.3e-06); 3p24.1 (rs2033702, p=6.6e-06); 4p15.2 (rs4312745, p=7.6e-06), 18q21.33 (rs10469238, p=8.9e-06) and 21q22.3 (rs13047753, p= 6.9e-06). Areas of suggestive association (1.0e-5) shown in green: 1q31.1 (rs2419670, p=1.2e-06); 2q21.1 (rs13400337, p=6.1e-06), 2q37.3 (rs4542797, p=6.7e-06); 3q26.1 (rs13081597, p=5.5e-06); 6q16.3 (rs9322729, p=8.2e-06); 7q21.3 (rs10808093, p=5.6e-06), 7q31.1 (rs6957003, p=6.4e-06); 8p11.23 (rs431626, p=8.8e-06); 14q32.12 (rs4900109, p=2.9e-13); 18q22.1 (rs9958293, p=3.6e-06); 20q13.33 (rs6061885, p=6.7e-06) and 22q12.2 (rs12159546, p=2.7e-06).
A B Figure S4. Q-Q and Manhattan plots for GWAS results for frequency of iris nevi in the discovery sample, N=2121
Areas of suggestive association (1.0e-5) shown in green: 8p23.1 (rs7822804, p=7.1e-06); 12q24.21 (rs11067162, p=8.2e-06); 14q32.33 (rs3212134, p=9.4e-06) and 15q22.31 (rs11630290, p=6.3e-06). 
No items found No items found ATPase, Na+/K+ transporting beta 1 ATP1B1
No items found No items found ATPase, H+ transporting, V1C1 
No items found 
BG065213 No items found No items found
Growth factor receptor bound protein 10 
No items found No items found Solute carrier family 34 
For each of the 229 GeneBank transcripts reported by Krasanova et al 55 the gene symbols are reported for Mus musculus and Homo sapiens according to NCIB Unigene and Entrez Gene data bases. For transcripts without records in these databases the gene name, as given by Krasanova was matched to a human gene with the same name using the database GeneCards. Ten genes identified by Krasanova et al 55 were not included in the analyses. Seven of these are situated on the X chromosome (Atp7a, Bcor, Eif1a, Gata1, Ngfrap1, Rpl39, Tmsb4x). Three others (BQ550910/Srsf13a, BG069221/Timd2, BG077775/Tnfrsf23) are currently regarded as being unique to mice. Shaded SNPs are also among the 50 best genes for crypts, as computed by VEGAS Shaded SNPs are also among the 50 best genes for furrow, as computed by VEGAS Shaded SNPs are also among the 50 best genes for the pigmented ring, as computed by VEGAS Table S15 . Correlations between iris characteristics and allelic profile scores (i) the 50 most significant genes derived from the VEGAS analyses of the discovery sample (Tables S5-8) ; (ii) the 50 most significant genes from the VEGAS analyses of the discovery sample that appear in the Krasanova gene set (Tables S10-13) ; (iii) the union of (i) and (ii); and finally, (iv) to examine the possibility that these effects were being driven by major gene effects, the three most significant genes from (ii). In calculating the profile scores, we selected the SNP that showed the strongest association signal for each gene in the GWAS analyses of the discovery sample and weighting the number of risk alleles at each locus by the allelic effect (beta) from discovery sample. To examine the extent to which these scores could explain variation across phenotypes within the discovery sample and predict variation in the replication sample we compared the profile scores to the iris characteristics in unrelated individuals in the discovery sample and replication sample 2. The within sample and across sample correlations are given below. 
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